WHAT IS CLAIMED IS: 

1. A device or integrated system, comprising: a physical or logical 
array of reaction mixtures, each reaction mixture comprising one or more shuffled or 
mutagenized nucleic acids or one or more transcribed sftuffled or transcribed 
mutagenized nucleic acids and one or more in vitro translation reagents. 

2. The device or integrated systemof claim 1, further comprising a 
duplicate of the physical or logical array. 



3. The device or integrated system of claim 1, further comprising a bar- 
code based sample tracking module, which module comprises a bar code reader and a 
computer readable database comprising at least one entry for at least one array or at least 
one array member, which entry is corresponded to at least one bar code. 

4. The device or integrated system of claim 1, further a long term 
storage device comprising of one or m(>re of: a refrigerator; an electrically powered 
cooling device; a device capable of maintaining a temperature of < 0 C; a freezer; a 
device which uses liquid nitrogen or liquid helium for cooling storing or freezing 
samples, a container comprising ,wet or dry ice, a constant temperature and/or constant 
humidity chamber or incubator/or an automated sample storage or retrieval unit. 

5. The device or integrated system of claim 4, further comprising one 
or more modules for moving arrays or array members into the long term storage device. 

/ 

6. The device or integrated system of claim 1, further comprising a 
copy array comprising a^copy of each of a plurality of members of the one or more 
shuffled or mutagenized nucleic acids in a physically or logically accessible arrangement 
of the members. / 

/ 

7. I The device or integrated system of claim 1, wherein a plurality of the 
reaction mixtures/further comprise one or more translation products or one or more 
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transcription products, or both one or more translatioi^roducts and one or more 
transcription products. 

8. The device or integrated systdrn of claim 1, wherein the array of 

reaction mixtures comprises a solid phase, liquid^phase or mixed phase array of one or 

/ 

more of: the one or more shuffled nucleic acids, the one or more transcribed shuffled 
nucleic acids, or the one or more in vitro translation reagents. 
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9. The device or integrated system of claim 1, wherein the one or more 
shuffled nucleic acids are homologous. 

10. The device or integrated system of claim 1, wherein the one or more 
transcribed shuffled nucleic acid is ah mRNA. 

11. The device or/integrated system of claim 1, wherein the one or more 
in vitro translation reagents comprise one or more of: a reticulocyte lysate, a rabbit 
reticulocyte lysate, a canine microsome translation mixture, a wheat germ in vitro 
translation (IVT) mixture, o^an E coli lysate. 

I 

12. The device or integrated system of claim 1, further comprising one 

or more in vitro transcription reagents. 

/ 

/ 

13. The device or system of claim 12, wherein the in vitro transcription 
reagents comprises onfe or more of: an E. coli lysate, an E. coli extract, an E coli s20 
extract, a canine microsome system, a HeLa nuclear extract in vitro transcription 
component, an SP6ypolymerase, a T3 polymerase or a T7 RNA polymerase 



14/ The device or integrated system of claim 1, further comprising a 
nucleic acid shuffling or mutagenesis module, which nucleic acid shuffling or 
mutagenesis module accepts input nucleic acids or character strings corresponding to 
input nucleic ^icids and manipulates the input nucleic acids or the character strings 
corresponding to input nucleic acids to produce output nucleic acids, which output 
nucleic acids comprise the one or more shuffled or mutagenized nucleic acids in the 
reaction mixture array. 
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15. The device or integrated system of claim 14, wherein the output 
nucleic acids comprise one or more sequence which controls transcription or translation. 

16. The device or integrated system of claim 14, wherein the nucleic 
acid shuffling or mutagenesis module comprises a DNA shuffling module, which DNA 
module accepts input DNAs or character strips corresponding to input DNAs and 
manipulates the input DNAs or the character strings corresponding to input DNAs to 
produce output DNAs, which output DNAs comprise the one or more shuffled DNAs in 
the reaction mixture array. j 

I 

17. The device or integrated system of claim 1, wherein the nucleic acid 

/ 

shuffling or mutagenesis module is preceded by a module which allows overlapping 
synthetic oligonucleotides to be first/assembled into oligonucleotide multimers or 
functional open reading frames prior to entering the mutagenesis or shuffling module. 



18. The device or integrated system of claim 14, wherein one or more 

/ 

module comprises or is operatiyely linked to a thermocycling device. 

19. The device or integrated system of claim 14, wherein the nucleic 
acid shuffling or mutagenesis module comprises a mutagenesis module, which 

mutagenesis module mutagenizes the DNA. 

/ 

/ 

u 

20. The device or integrated system of claim 14, wherein the nucleic 
acid shuffling or mutagenesis module fragments the input nucleic acids to produce 
nucleic acid fragments; or wherein the input nucleic acids comprises cleaved or synthetic 
nucleic acid fragments. 

21. ^The device or integrated system of claim 14, wherein the shuffling or 

mutagenesis module is mechanically, electronically, robotically or fluidically coupled to 

/ 

at least one other/array operation module. 



22. The device or integrated system of claim 14, wherein, the nucleic 
br mutagenesis modi 
incorporationfcr chain termination. 



acid shuffling or mutagenesis module performs one or more of: StEP PCR, uracil 
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23. The device or integrated system of /laim 14, or 20, wherein the 
nucleic acid shuffling module comprises an identification portion, which identification 
portion identifies one or more nucleic acid portion or/subportion. 

24. The device or integrated system of claim 14 or 20, wherein the 
nucleic acid shuffling module comprises a fragment length purification portion, which 
fragment length purification portion purifies selected length fragments of the nucleic acid 
fragments. 

25. The device or integrated system of claim 20, wherein the nucleic 
acid shuffling module permits hybridization/>f the nucleic acid fragments and wherein 
the nucleic acid shuffling module comprises a polymerase which elongates the 
hybridized nucleic acid. 

26. The device or integrated system of claim 25, wherein the nucleic 

acid shuffling module combines one or more translation or transcription control sequence 

/ . 

into the resulting elongated nucleic , acid. 



27. The device of integrated system of claim 26, wherein the one or 
more translation or transcription/control sequence is combined into the resulting 
elongated nucleic acid using the polymerase, or a ligase, or both the polymerase and the 
ligase. 

28. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module separates, identifies, purifies or immobilizes the resulting 
elongated nucleic acid. 

29. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module determines a recombination frequency or a length, or both a 
recombination frequency and a length, for the resulting elongated nucleic acids. 



30. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module determines nucleic acid length by detecting incorporation of one 
or more labeled nucjfeic acid or nucleotide into the resulting elongated nucleic acid. 
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31. The device or integrated system of daim 25, wherein the nucleic 
acid shuffling module determines nucleic acid length bj detecting one or more label 
associated with the resulting elongated nucleic acid. 

32. The device or integrated system/of claim 30, wherein the label is a 
dye, radioactive label, biotin, digoxin, or a fluoropHore. 

/ 

33. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module determines nucleic acid length with a fluorogenic 5' nuclease 
assay. 

34. The device or integrated system of claim 1, wherein the physical or 
logical array of reaction mixtures is incorporated into a microscale device, or wherein at 
least one of the reaction mixtures is incorporated into a microscale device, or wherein the 
one or more shuffled or mutagenized nucleic acids or the one or more transcribed 
shuffled or mutagenized nucleic acids is found within a microscale device, or wherein 

the one or more in vitro translation reagents is found within a microscale device. 

/ 

35. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module comprises one or more microscale channel through which a 
shuffling reagent or product is flowed. 

36. The device' or integrated system of claim 35, wherein the channel is 

/' 

integrated in a chip. ^ 

37. The device or integrated system of claim 35, wherein liquid flow 
through the device is mediated by capillary flow, differential pressure between one or 
more inlets and outlets, electroosmosis, hydraulic or mechanical pressure, or peristalsis. 

38. The^ievice or integrated system of claim 25, wherein the nucleic 
acid fragments are contacted in a single pool. 

39. T^he device or integrated system of claim 25, wherein the nucleic 
acid fragments are contacted in multiple pools. 
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40. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module dispenses the resulting elongated^nucleic acids into one or more 
multiwell plates, or onto one or more solid substrates, pr into one or more microscale 
systems, or into one or more containers. 

41. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module pre-dilutes the resulting elongated nucleic acids and dispenses 
them into one or more multiwell plates. 

42. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module dispenses the resulting/elongated nucleic acids into one or more 
multiwell plates at a selected density per well of the elongated nucleic acids. 

43. The device or integrated system of claim 25, wherein the nucleic 
acid shuffling module dispenses the resulting elongated nucleic acids into one or more 
master multiwell plates and PCR amplifies the resulting master array of elongated 
nucleic acids to produce an amplified array of elongated nucleic acids, the shuffling 
module further comprising a array copy system which transfers aliquots from the wells 
of the one or more master multiwell plates to one or more copy multiwell plates. 

44. The device or integrated system of claim 43, wherein an extent of 
PCR amplification is determined' by one or more technique selected from: an 
incorporation of a label into one or more amplified elongated nucleic acid, and a 
fluorogenic 5' nuclease assay. | 

i 

45. The device or integrated system of claim 43, wherein the array of 
reaction mixtures is formed by separate or simultaneous addition of an in vitro 
transcription reagent and an fin vitro translation reagent to the one or more copy 

multiwell plates, or to a duplicate set thereof, wherein the elongated nucleic acids 

I 

comprise the one or more shuffled nucleic acids. 



46. The device or integrated system of claim 1, further comprising one 
or more sources of one of more nucleic acids, the one or more sources collectively or 
individually comprising^ first population of nucleic acids, wherein the shuffled nucleic 
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acids are produced by recombining the one or more members of the first population of 
nucleic acids. 

47. The device or integrated system of claim 46, the one or more sources 
of nucleic acids comprising at least one nucleic Acid selected from: a synthetic nucleic 
acid, a DNA, an RNA, a DNA analogue, an RNA analogue, a genomic DNA, a cDNA, 
an mRNA, a DNA generated by reverse transcription, an nRNA, an aptamer, a polysome 

associated nucleic acid, a cloned nucleic aci4 a cloned DNA, a cloned RNA, a plasmid 

/ 

DNA, a phagemid DNA, a viral DNA, a wal RNA, a YAC DNA, a cosmid DNA, a 
fosmid DNA, a BAC DNA, a PI -mid, a phage DNA, a single-stranded DNA, a double- 
stranded DNA, a branched DNA, a catalytic nucleic acid, an antisense nucleic acid, an in 

/ 

vitro amplified nucleic acid, a PCR amplified nucleic acid, an LCR amplified nucleic 

/ 

acid, a QP-replicase amplified nucleic acid, an oligonucleotide, a nucleic acid fragment, 
a restriction fragment and a combination thereof. 



48. The device of integrated system of claim 46, further comprising a 

/ 

population destination region, wlierein, during operation of the device, one or more 
members of the first population are moved from the one or more sources of the one or 
more nucleic acids to the one/or more destination regions. 

49. The device or integrated system of claim 48, further comprising 
nucleic acid movement means for moving the one or more members from the one or 
more sources of the one/r more nucleic acids to the one or more destination regions. 



50. The device or integrated system of claim 46, 48, or 49 further 
comprising a source of an in vitro transcription reagent or an in vitro translation reagent, 
wherein, during operation of the device, the in vitro transcription reagent or an in vitro 
translation reagents flowed into contact with the members of the first population. 

51. The device of claim 50, wherein the members of the first population 
are fixed at thepne or more sources of one or more nucleic acids or at the one or more 
destination regions. 
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52. The device or integrated system off claim 49, wherein the nucleic 
acid movement means comprises one or more movement means selected from: a fluid 
pressure modulator, an electrokinetic fluid force modulator, a thermokinetic modulator, a 
capillary flow mechanism, a centrifugal force mediator, a robotic armature, a pipettor, a 
conveyor mechanism, a peristaltic pump or mechanism, a magnetic field generator, an 
electric field generator, and one or more fluid flow path. 

53. The device or integrated /system of claim 48, the one or more sources 
of nucleic acids, or the one or more population destination regions comprising one or 
more member selected from: a solid phase/array, a liquid phase array, a container, a 
microtiter tray, a microtiter tray well, a microfluidic component, a microfluidic chip, a 
test tube, a centrifugal rotor, a microscope slide, an organism, a cell, a tissue, a liposome, 
a detergent particle, and a combination/thereof. 

54. The device or integrated system of claim 45, wherein, during 
operation of the device, the first population of nucleic acids is arranged into one or more 
physical or logical recombinant nucleic acid arrays. 



55. The device or integrated system of claim 54, further comprising a 

/ 

duplicate of at least one of the one or more physical or logical recombinant nucleic acid 



arrays. 



56. The device or integrated system of claim 45 or 54, further 

j 

comprising one or more recombination modules which move one or more members of 
the first population of nucleic acids into contact with one another, thereby facilitating 
recombination of the first population of nucleic acids. 



57. The device or integrated system of claim 1, further comprising one 

/ 

or more reaction mixture arraying modules, which arraying modules move one or more 

I 

of the one or more shuffled nucleic acids or the one or more transcribed shuffled nucleic 

I ... 
acids or the in vitro translation reactant components into one or more spatial positions, 

thereby placing the oni or more shuffled nucleic acids or the one or more transcribed 
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shuffled nucleic acids or the in vitro translation reactant component into locations in the 
array of reaction mixtures. 

58. The device of integrated system of clarfn 1, further comprising a 
shuffled nucleic acid master array, which master array physically or logically 
corresponds to positions of the shuffled nucleic acids in/the reaction mixture array. 

59. The device or integrated systemyof claim 58, further comprising a 
nucleic acid amplification module, which module amplifies members of the shuffled 
nucleic acid master array, or a duplicate thereof. 

60. The device or integrated system of claim 59, the amplification 

/ 

module comprising a heating or cooling element. 

61. The device or integratedysystem of claim 59, the amplification 
module comprising a DNA micro-amplifier/ 

/ 

62. The device or integrated system of claim 59, the amplification 

/ 

module comprising a DNA micro-amplifier, the micro-amplifier comprising one or more 
of: a programmable resistor, a micromachined zone heating chemical amplifier, a Peltier 
solid state heat pump, a heat pump, a^ieat exchanger, a hot air blower, a resistive heater, 

a refrigeration unit, a heat sink, or a Joule Thompson cooling device. 

/ 
/ 

63. The device oriintegrated system of claim 59, further comprising a 

/ 

duplicate amplified array, whichyduplicate amplified array comprises amphcons of the 
nucleic acid master array, or a duplicate thereof. 



64. The devicfe or integrated system of claim 58, wherein, during 
operation of the device, the array of reaction mixtures produces an array of reaction 



mixture products, the device' or integrated system further comprising one or more 

II 

product identification or purification modules, which product identification modules 
identify one or more members of the array of reaction products. 



65. The device or integrated system of claim 64, wherein the product 

identification or purification modules comprise one or more of: a gel, a polymeric 
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solution, a liposome, a microemulsion, a microdroplet, an affinity matrix, a plasmon 
resonance detector, a BIACORE, a GC detector, an ultravplet or visible light sensor, an 
epifluorescence detector, a fluorescence detector, a fluorescent array, a CCD, a digital 
imager, a scanner, a confocal imaging device, an optical sensor, a FACS detector, a 
micro-FACS unit, a temperature sensor, a mass spectipmeter, a stereo-specific product 
detector, an Elisa reagent, an enzyme, an enzyme substrate an antibody, an antigen, a 
refractive index detector, a polarimeter, a pH detector, a pH-stat device, an ion selective 
sensor, a calorimeter, a film, a radiation sensor, a/beiger counter, a scintillation counter, 
a particle counter, an H 2 0 2 detection system, atf electrochemical sensor, ion/gas selective 
electrodes, and capillary electrophoresis. 

66. The device or integrated system of claim 64, wherein the one or 
more reaction product array members ardmoved into proximity to the product 
identification module, or wherein the product identification module performs an xyz 

translation, thereby moving the product identification module proximal to the array of 

/ 

reaction products. / 

67. The device or integrated system of claim 66, wherein the one or 
more reaction product array members are flowed into proximity to the product 
identification module, whereir/an in-line purification system purifies the one or more 
reaction product array members from associated materials. 

/ 

68. The device or integrated system of claim 64, wherein the reaction 
products comprise one or/more polypeptide, one or more nucleic acid, one or more 
catalytic RNA, or one of more biologically active RNA. 

/ 

69. T^fie device or integrated system of claim 68, wherein the one or 
more catalytic RNA^is a ribozyme, or wherein the biologically active RNA is an anti- 
sense RNA. 

70; The device or integrated system of claim 68, wherein the device 
further comprised a source of one or more lipid, which one or more lipid is flowed into 
contact with thl one or more polypeptide, or wherein the lipid is flowed into contact with 
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the physical or logical array of reaction mixtures, or wherein the lipid is flowed into 
contact with the one or more transcribed shuffled or mlitagenized nucleic acids, thereby 
producing one or more liposomes or micelles comprising the polypeptide, reaction 
mixture components, or one or more transcribed shmffled or mutagenized nucleic acids. 

71. The device or integrated system of claim 64, wherein the reaction 
products comprise one or more polypeptide a^id wherein the device further comprises 
one or more protein refolding reagent, whi^h refolding reagent is flowed into contact 
with the one or more polypeptide. 

72. The device or integrated system of claim 71, wherein the refolding 

/ 

reagent comprises one or more of: guanidine, guanidinium, urea, a detergent, a chelating 
agent, DTT, DTE, or a chaperoning 

73. The device or integrated system of claim 64, the product 
identification or purification modules comprising one or more of: a protein detector, or 
protein purification means. 

74. The device or integrated system of claim 64, the product 
identification or purification modules comprising an instruction set for discriminating 
between members of the/rray of reaction products based upon one or more of: a 
physical characteristic of the members, an activity of the members, or concentrations of 
the members. 

75. The device or integrated system of claim 64, further comprising a 
secondary product array produced by re-arraying members of the reaction product array 
such that the secondary product array has a selected concentration of product members in 
the secondary product array. 



76. The device or integrated system of claim 75, wherein the selected 
concentration is approximately the same for a plurality of product members in the 
secondary product array. 



184 



77. The device or integrated system of claim 64, further comprising an 
instruction set for determining a correction factor which accounts for variation in 
polypeptide concentration at different positions in the amplified physical or logical array 
of polypeptides. 

78. The device or integrated system of claim 64 or 75, further 
comprising a substrate addition module which substrate addition module adds one or 
more substrate to a plurality of members of the product array or the secondary product 
array. 

79. The device of claim 78, further comprising a substrate conversion 



detector which monitors formation' of a product produced by contact between the one or 
more substrate and one or more o( the plurality of members of the product array or the 
secondary product array. / 

80. The device of claim 79, wherein formation of the product or 
disappearance of substrate is/monitored indirectly. 

81. The device of claim 79, wherein formation of the product or 
disappearance of substrat/is monitored by monitoring loss of the substrate over time. 

82. TlWdevice of claim 79, wherein formation of the product or 
disappearance of substrate is monitored enantioselectively, regioselectively or stereo 
selectively. ij 



83. iJThc device of claim 82, wherein formation of the product or 
disappearance of substrate is monitored by adding at least one isomer, enantiomer or 
stereoismer in substantially pure form, which substantially pure form is independent of 
other potential isomers. 



84. The device of claim 79, wherein formation of the product is 
monitored by detecting formation of peroxide, protons, or halides, or reduced or oxidized 
cof actors. 
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85. The device of claim 79, whererf! formation of the product is 
monitored by detecting changes in heat or entropy/which result from contact between the 
substrate and the product, or by detecting changei in mass, charge, fluorescence, 
epifluorescence, by chromatography, luminescence or absorbance, of the substrate or the 
product, which result from contact between the substrate and the product. 

86. The device or integrated system of claim 64, the device or 
integrated system further comprising an arrayfcorrespondence module, which array 
correspondence module identifies, determines or records the location of an identified 

product in the array of reaction mixture products which is identified by the one or more 

/ 

product identification modules, or which array correspondence module determines or 

/ 

records the location of at least a first nucleic acid member of the shuffled nucleic acid 
master array, or a duplicate thereof, or of an amplified duplicate array, which member 
corresponds to the location of one or more member of the array of reaction products. 



87. The device or integrated system of claim 73, further comprising one 

or more secondary selection module/ which secondary selection module selects at least 

/ 

the first member for further recombination, which selection is based upon the location of 

/ 

a product identified by the product identification modules. 



88. The device or integrated system of claim 64, further comprising a 
screening or selection module, the module comprising one or more of: 

an array reader/which reader detects one or more member of the array of 

reaction products; / 

an enzyme which converts one or more member of the array of reaction 
/ 

products into one or more detectable products; 

a substrate which is converted by the one or more member of the array of 
/ 

reaction products into one or more detectable products; 

a cell which produces a detectable signal upon incubation with the one or 
more member of the array of reaction products; 

a reporter gene which is induced by one or more member of the array of 

reaction products; 
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a promoter which is induced by one or /lore member of the array of 
reaction products, which promoter directs expression^ one or more detectable products; 
or 

an enzyme or receptor cascade whiofi is induced by the one or more 
member of the array of reaction products. 

89. The device or integrated system of claim 87, further comprising a 
secondary recombination module, which modul'e physically contacts the first member, or 
an amplicon thereof, to an additional member of the shuffled nucleic acid master array, 
or the duplicate thereof, or the amplified duplicate array, thereby permitting physical 
recombination between the first and additional members. 



90. The device or integrated system of claim 1, further comprising a 

Jl 

DNA fragmentation module and a recombination region, which DNA fragmentation 

/ 

module comprises one or more of: a nuclease, a mechanical shearing device, a 
polymerase, a random primer, a directed primer, a nucleic acid cleavage reagent, a 

chemical nucleic acid chain terminator/ or an oligonucleotide synthesizer, wherein, 

Ij 

during operation of the device, fragmented DNAs produced in the DNA fragmentation 
module are recombined in the recombination region to produce the one or more shuffled 



nucleic acids 



91. The device or/integrated system of claim 1, further comprising a 
module which performs one or mbre of: error prone PCR, site saturation mutagenesis, or 
site-directed mutagenesis. 

92. The devWor integrated system of claim 1, further comprising a data 
structure embodied in a computer, an analog computer, a digital computer, or a computer 
readable medium, which dataf structure corresponds to the one or more shuffled nucleic 
acids. 

93. The device or integrated system of claim 1, wherein the one or more 



reaction mixtures comprise? one or more shuffled nucleic acids arranged in a microtiter 
tray at an average of approximately 0.1-100 shuffled nucleic acids per well. 
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94. The device or integrated system of claim 1, wherein the one or more 
reaction mixtures comprise one or more shuffled nucleic acids arranged in a microtiter 
tray at an average of approximately 1-5 shuffled nucleic acids per well. 

95. The device or integrated System of claim 1, further comprising a 
diluter, which diluter pre-dilutes the concentration of the one or more shuffled or 
mutated nucleic acids prior to addition of the shuffled or mutant nucleic acids to the 
reaction mixtures. 

96. The device or integrated system of claim 95, wherein the 
concentration of the one or more shuffle Jnucleic acids is about 0.01 to 100 molecules 
per microliter. 

97. The device or integrated system of claim 1, wherein the reaction 
mixtures are produced by adding the ii vitro translation reactant and, optionally, an in 

vitro transcription reagents, to a duplicate shuffled or mutated nucleic acid array, which 

/ 

duplicate shuffled or mutated nucleic acid array is duplicated from a master array of the 
shuffled or mutated nucleic acids produced by spatially or logically separating members 
of a population of the shuffled or mutated nucleic acids to produce a physical or logical 
array of the shuffled or mutated nucleic acids, by one or more arraying technique 

selected from: / 

(i) lyophilizing members of the population of shuffled nucleic acids on a solid 

/ 

surface, thereby forming a solid phase array; 

(ii) chemically coupling members of the population of shuffled nucleic acids to a 

solid surface, thereby forming' a solid phase array; 

I 

(iii) rehydrating members of the population of shuffled nucleic acids on a solid 
surface, thereby forming a liquid phase array; 

(iv) cleaving chemically coupled members of the population of shuffled nucleic 
acids from a solid surface, thereby forming a liquid phase array; 

(v) accessing one or more physically separated logical array members from one 
or more sources of shufflei nucleic acids and flowing the physically separated logical 
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array members to one or more destination, the one or more destinations c^mstituting a 
logical array of the shuffled nucleic acids; and, 

(vi) printing members of a population of shuffled nuclei^cids onto a solid 
material to form a solid phase array. 

98. The device or integrated system^df claim 1, wherein the one or more 
shuffled nucleic acids are produced by synthesizing a set of overlapping 
oligonucleotides, or by cleaving a plurality^ homologous nucleic acids to produce a set 
of cleaved homologous nucleic acids/6r both, and permitting recombination to occur 
between the set of overlapping oligonucleotides, the set of cleaved homologous nucleic 
acids, or both the set of ovgrJ^pping oligonucleotides and the set of cleaved homologous 
nucleic acids. 



The device or integrated system of claim 1, wherein greater than 
about l%(^the physical or logical array of reaction mixtures comprise shuffled or 
muta^fnucleic acids having one or more base changes relative to a parental nucleic acid. 

100. A diversity generation device, comprising 

(i) a programmed thermocyaler; and, 

(ii) a fragmentation modulejbperably coupled to the programmed 
thermocycler. 

101. The diversity generation device of claim 100, wherein the 
programmed thermocycler compflfeS a thermocycler operably coupled to a computer, 
which computer comprises^ 
does one or more of: 

calculates aW#ount of uracil and an amount of thymidine for use in the 

programmed thermocycler; 

calculates on/ or more crossover region between two or more parental 

nucleotides; 

calculates afrt annealing temperature; 
calculates/an extension temperature; or 
selects o/e or more parental nucleic acid sequence. 
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instruction set, which one or more instruction set 



102, The diversity generation device of claim 101, wherein the one or 
more instruction set receives user input data and syts up one or more cycle to be 
performed by the programmed thermocycler. 

103. The diversity generation device of claim 102, wherein the input data 
comprises one or more of: one or more parental nucleic acid sequence, a desired 
crossover frequency, an extension temperature, or an annealing temperature. 

104, The diversity generationldevice of claim 101, wherein the one or 
more instruction set calculates the amount ojf uracil and the amount of thymidine based 
on a desired fragment size. 

105. The diversity generation device of claim 103, wherein the one or 
more instruction set directs the one or mejre cycle on the diversity generation device, 
which one or more cycle: 




amplifies the one^or more,' parental nucleic acid sequence; 



fragments the one or more parental nucleic acid sequence to produce one 



or more nucleic acid fn^ment; 
reassembles tire one or more nucleic acid fragment to produce one or 



(a) 
(b) 

(c) 

(d) 



106. The diversity gejeration device of claim 105, wherein step (a) 
comprises amplifying the one or moije parental nucleic acid sequence in the presence of 
uracil. 



more shuffled nucleic atid; and, 

I 

amplifies the one or more shuffled nucleic acid. 



107. The diversity generation device of claim 105, wherein the one or 
more cycle pauses between step (a|and step (b) to allow addition of one or more 
fragmentation reagent. 

108. The diversity/generation device of claim 101, wherein the one or 
more instruction set performs one or more calculation based on one or more theoretical 

// 

prediction of a nucleic acid melting temperature or on one or more set of empirical data, 
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which empirical data comprises a comparison of one or more nucleic acid melting 
temperature. 

109. The diversity generation device of claim 105, wherein the one or 
more instruction set instructs the fragmentation module to fragment the parental nucleic 
acids to produce one or more nucleic acm fragments having a desired mean fragment 
size. I 

110. The diversity generation device of claim 100, wherein the 
programmed thermocycler comprises J thermocycler and software for performing one or 
more shuffling calculations, which software is embodied on a web page or is installed 
directly in the thermocycler. 

111. The diversity^enWation device of claim 100, wherein the 
fragmentation module fragments onJ o/lnore parental nucleic acids by sonication, 
DNase II digestion, randomyprimer extension, or uracil meorporation and treatment with 
one or more uracil cleavage enzyme 

/ 1 

112. A diva^sit^generation device composing: 

(i) a computer, which computer comprises at least a first instruction set for 
creating one or more nucleic acid fragment sequence from one or more 
parental nucleic ac|d sequence; 

(ii) a synthesizer module, which synthesizer module synthesizes the one or 
more nucleic acid fragment sequence; and, 

(iii) a thermocycler, wlich thermocycler generates one or more diverse 
sequence from the' one or more nucleic acid fragment sequence. 

113. The diversity generation device of claim 112, wherein the first 
instruction set limits or expandsjdiversity of the one or more nucleic acid fragment 
sequence by adding or removing one or more amino acid having similar diversity; 
selecting a frequently used amilio acid at one or more specific position; using one or 
more sequence activity calculation; using a calculated overlap with one or more 
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additional oligonucleotide; based on an amount of degeneracy, or based on a melting 
temperature. 

lm. The diversity generation device of claim 112, wherein the 
synthesizer moduli comprises a microarray oligonucleotide synthesizer. 

115. Tttie diversity generation device of claim 114, wherein the 
synthesizer module comprises an ink-jet printer head based oligonucleotide synthesizer. 

116. Thexliversity generation device of claim 112, wherein the 
synthesizer module synthesizes the one or more nucleic acid fragment sequences on a 
solid support. 

117. The diversity genepatfSfTdevice of claim 112, wherein the 
synthesizer module uses one or^mpffe mononucleotide coupling reactions or one or more 
trinucleotide coupling reaction^) synthesizes the one or more nucleic acid fragment 
sequence. 

118. The diversity generation device of claim 112, wherein the 
thermocycler performs %n assembly/r^scuelpCR reaction. 

119. The^yersity^genefation ^vic^of^l^m 118, wherein the computer 
comprises at least a second instruction s<k, which second instruction set determines at 
least a first set of conditions for the assembly/rescue PCR reaction. 

120. The diversity generatiomdevice of claim 112, the device further 
comprising a screening module for screening the one or more diverse sequence for a 
desired characteristic. 

121. The diversity generation device of claim 120, wherein the screening 
module comprises a high-throughput screening module. 



122. A diversity generation kit comprising: 

(i) the diversity generation device of claim 100 or claim 112; and, 

(ii) one or more reagent for diversity generation. 
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123. The diversity generation kit/of claim 122, wherein the reagents 
comprise E coli., a PCR reaction mixture comprising a mixture of uracil and thymidine, 
one or more uracil cleaving enzyme, and a PCIf reaction mixture comprising standard 
dNTPs. 

124. The diversity generation bit of claim 123, wherein the one or more 
uracil cleaving enzyme comprises a uracil glycosidase and an endonuclease. 

125. The diversity generation kit of claim 123, wherein the mixture of 
uracil and thymidine comprises a desired ratio of uracil to thymidine, which desired ratio 
is calculated by the diversity generation device. 




126. The diversity generation kit of Q&im 1522, wherein the one or more 
reagents for diversity generation comprise at least /first artificially evolved enzyme. 
The diversity generation kit of claiiif 126^! wherem the at least first artificially evolved 
enzyme comprises an artificiallypvolved polymerase. 



127. The diversitWene^^ kit of clanti-l^lrfufther comprising 



one or 



more of: packaging materials, a container adapted to receive the device or reagent, or 
instructional materials for use of the device. 



128. A method of processing shuffled or mutagenized nucleic acids, the 
method comprising: / 

(a) providing a physical or logical array of reaction mixtures, a plurality of the 
reaction mixtures comprising one oc more member of a first population of nucleic acids, 
the first population of nucleic acids/comprising one or more shuffled nucleic acids, or 
one or more transcribed shuffled nucleic acids, or one or more mutagenized nucleic acid 
or one or more transcribed mutagenized nucleic acids wherein a plurality of the plurality 
of reaction mixtures further compmse an in vitro translation reactant; and, 

(b) detecting one or more ijh vitro translation products produced by a plurality of 
members of the physical or logical array of reaction mixtures. 



129. The physica 
method of claim 128. 



or logical array or reaction mixtures produced by the 
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130. The method of claim 128, wherein the array of reaction mixtures 
comprises a solid phase or a liquid phase array af one or more of: the one or more 
shuffled or mutagenized nucleic acids, the one Ir more transcribed shuffled nucleic 
acids, or the one or more in vitro translation reagents. 

131. The method of claim 128! wherein the one or more shuffled nucleic 
acids or the one or more mutagenized nucleic acids are homologous. 

132. The method of claim L28, wherein the one or more transcribed 
shuffled nucleic acid or the one or more transcribed mutagenized nucleic acid is an 
mRNA, a catalytic RNA or a biologically active RNA. 

133. The method oLdaim 128, Avlterein the one or more in vitro 
translation reagents comprise opE^or more of /I reticulocyte lysate, a rabbit reticulocyte 
lysate, a wheat germ in vitro^translation mixture, or an E coli lysate. 

/ / / / 

134. The mfethod of claim 128, further comprising providing one or more 

in vitro transcription reagef^s to th^Muralitys^fn^b€rs of the physical or logical array 
of reaction mixtures. 

135. The method of claim 134, wherein the in vitro transcription reagents 
comprises one or more of: a Hel/a nuclear extract in vitro transcription component, an 
SP6 polymerase, a T3 polymerase or a T7 RNA polymerase. 

136. The method of claim 128, wherein the one or more shuffled nucleic 
acids are produced in an automatic DNA shuffling module, the method comprising 
inputting DNAs or character/strings corresponding to input DNAs into the DNA 
shuffling module and accepting output DNAs from the DNA shuffling module, which 
output DNAs comprise the.jone or more shuffled nucleic acids in the reaction mixture 
array. 

137. The rlethod of claim 136, comprising fragmenting the input DNA in 
the DNA shuffling module to produce DNA fragments, or providing the input DNAs to 
comprise cleaved or synthetic DNA fragments. 
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138. The method of claim 136, or 137, compiling purifying DNA 
fragments of a selected length in the DNA shuffling module 

139. The method of claim 138, comprisin/hybridizing the resulting 
purified DNA fragments and elongating the resulting hybridized DNA fragments with a 
polymerase. 

140. The method of claim 139, furthfer comprising separating, identifying, 
cloning or purifying the resulting elongated DNAs. 



141. The method of claim 139, 
recombination frequency or a length, oi>bf)th 
the resulting elongated DNAs. 



3er comprising determining a 
recon\bination frequency and a length for 



142. The method of claimA39, furth'er comprising determining a length of 
the resulting elongated DR^by detecting incorporation of one or more labeled nucleic 
acid or nucleotide into the elongated EfiNT^s. 




143. Thelmethod ofJfaim 142, wherein^the^label is a dye, radioactive 
label, or a fluorophore. / 

144. The method'of claim 139, comprising determining the length of the 
resulting elongated DNAs wit/a fluorogenic 5' nuclease assay. 

145. The meZod of claim 139, comprising flowing a shuffling reagent or 
product through a microsc/le channel in the DNA shuffling module. 

146. The/iethod of claim 139, wherein the DNA fragments are contacted 
in a single pool. 

147. l/he method of claim 139, wherein the DNA fragments are contacted 
in multiple pools. 

14fif. The method of claim 139, further comprising dispensing the 
resulting elongated DNAs into one or more multiwell plates. 
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149. The method of claim 139, furth/r comprising dispensing the 
resulting elongated DNAs into one or more multiwell plates at a selected density per well 
of the elongated DNAs. 

150. The method of claim 139, further comprising dispensing the 
resulting elongated DNAs into one or more master multiwell plates and PCR amplifying 
the resulting master array of elongated nucleic acids to produce an amplified array of 
elongated nucleic acids, the shuffling module Comprising a array copy system which 
transfers aliquots from the wells of the one ov more master multiwell plates to one or 
more copy multiwell plates. 

151. The method of chrfm por^omprising determining an extent of PCR 
amplification by one or more techffique selected fWi: incorporation of a label into one 
or more amplified elongated nucleic acid, and applying a fluorogenic 5' nuclease assay. 

/ / / 

152. The method of claim 150/wherein the array of reaction mixtures is 

/ / / ■ 

formed by separate or simultaneous addition offan in vitro^anscription reagents and an 

in vitro translation reactant to the one onmore cLpy m^Mwell plates, or to a duplicate set 



>ne ova 

I 7 _ 

thereof, wherein the elongated DNAs'comprise the one or more shuffled nucleic acids. 




153. The method jf claim 128, wherein the array of reaction mixtures 
produces an array of reaction mixture products. 

154. The method of claim 153, wherein the reaction products comprise 
one or more polypeptide. 

155. The method of claim 153, wherein the reaction products comprise 
one or more polypeptide, the method further comprising re-folding the one or more 
polypeptide by contacting tie one or more polypeptide with a refolding reagent. 

156. The nlthod of claim 155, wherein the refolding reagent comprises 



one or more of: guanidine 



urea, DTT, DTE, or a chaperonin. 



157. The method of claim 153, comprising moving the one or more 

reaction product array members into proximity to a product identification module, or 
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moving a product identification module into proxim^y to the reaction product array 
members. 

158. The method of claim 153, wherein the one or more reaction product 
array members are flowed into proximity to a prdauct identification module, the method 
further comprising in-line purification of the on^or more reaction product array 
members. 

159. The method of claim 153, further comprising contacting the one or 
more polypeptide with one or more lipid to produce one or more liposome or micelle, 
which liposome or micelle comprises the one^rTffi^polypeptide. 

160. The method of claimjfl53, W hQT comprising one or more of: 
reading the array of reaction r^fure products with an array reader, which reader 

detects one or more member of th/array of reaction products; 

converting one or more /ember of\ht Lay of reaction products with an enzyme 

/ 

into one or more detectable products; 

converting one or more substrates by the^oTTToTmore member of the array of 
reaction products into one orVofeiJetectable products; 

contacting a cell to one or more member of the array of reaction products, which 
cell or reaction product, or both, produce a detectable signal upon contacting the one or 
more member of the array of reaction products; 

inducing a reporter gene } with one or more member of the array of reaction 

products; / 

inducing a promoter with one or more member of the array of reaction products, 
which promoter directs expression of one or more detectable products; or 

inducing an enzyme or receptor cascade with one or more member of the array of 
reaction products, which cascade is induced by the one or more member of the array of 
reaction products. | 

161. A method of recombining members of a physical or logical array of 
nucleic acids, the method lomprising: 

(a) providing at leist a first population of nucleic acids, or 
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(b) providing a data structure comprispg character strings corresponding to the 
first population of nucleic acids; 

(c) recombining one or more membdrs of the first population of nucleic acids, 
thereby providing a first population of recombinant nucleic acids, or 

(d) recombining one or more of thelcharacter strings corresponding to one or 
more members of the first population of nmcleic acids, thereby providing a population of 
character strings corresponding to the first population of recombinant nucleic acids, and 
converting the population of character strings corresponding to the first population of 
recombinant nucleic acids into the first ^population of recombinant nucleic acids, thereby 
providing the first population of recombinant nucleic acids; 

(e) spatially or logically separating^metnbers of the population of recombinant 
nucleic acids to produce a physical oitflogical army of recombinant nucleic acids and 



amplifying the recombinant nucleic acids invthe physical or logical array of recombinant 

/ I /// I 

nucleic acids in vitro to provide an amplified physical or logical array of recombinant 
nucleic acids, or, ^ j / 1 

(f) in vitro amplifying members of th£j30£ul€tion of recombinant nucleic acids 
and physically or logically separating the population of recombinant nucleic acids to 
produce an amplified phy&^aU^'ogical array of recombinant nucleic acids. 

162. The method^f claim 161, further comprising: 

(g) screening the amplified physical or logical array of recombinant nucleic acids, 

t 

or a duplicate thereof, for a desired property. 

163. The metH'od of claim 161, wherein the data structure is embodied in 
a computer, an analog complter, a digital computer, or a computer readable medium. 



164. The method of claim 161, wherein spatially or logically separating 
members of the populationlof recombinant nucleic acids to produce a physical or logical 
array of recombinant nucleic acids or amplified recombinant nucleic acids comprises 
plating the nucleic acids ip a microtiter tray at an average of approximately 0.1-10 array 
members per well. 



198 



165. The method of claim 161, wherein socially or logically separating 
members of the population of recombinant nucleic acidsAo produce a physical or logical 
array of recombinant nucleic acids comprises plating the nucleic acids in a microliter tray 
at an average of approximately 1-5 array members per well. 

166. The method of claim 161, whferein spatially or logically separating 
the members of the population of recombinant ^nucleic acids comprises diluting the 
members of the population with a buffer. 

167. The method of claim 1*6 1 , wherein the concentration of the 
population of recombinant nucleic acids /about 0.01 to 100 molecules per microliter. 

168. The method tf'tQm 161, wherein spatially or logically separating 
members of the population c^e^om^naniiucleic acids to produce a physical or logical 
array of recombinant nucleit acids comprises one or more of: 

(i) lyophilizing members o/the^oLlation of recombinant nucleic acids on a 
solid surface, thereby forming a s/hd phasV^xa^*^^ 

(ii) chemicall/ coupling .members of the population of recombinant nucleic acids 
to a solid surface, th Jreby fompg a solid phase array; 

(iii) rehydrating^embers of the population of recombinant nucleic acids on a 
solid surface, thereby forming a liquid phase array; 

(iv) cleaving chemically coupled members of the population of recombinant 
nucleic acids from a solid lurface, thereby forming a liquid phase array; or, 

(v) accessing oneir more physically separated logical array members from one 
or more sources of recombinant nucleic acids and flowing the physically separated 
logical array members, to one or more destination. 



169. A' method of recombining members of a physical or logical array of 

// 

nucleic acids, the method comprising: 

(a) providing at least a first population of nucleic acids arranged in a physical or 

logical array; 
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(b) recombining one or more members of the first population^ nucleic acids 
with one or more additional nucleic acid, thereby providing a firsyphysical or logical 
array comprising a population of recombinant nucleic acids; / 

(c) amplifying the recombinant nucleic acids in the physical or logical array of 
recombinant nucleic acids in vitro to provide an amplified physical or logical array of 
recombinant nucleic acids; and, / 

(g) screening the first or amplified physical or logical array of recombinant 

/ 

nucleic acids, or a duplicate thereof, for a desired property. 



170. The method of claim 128 or 169, wherein the first population of 

/ 

nucleic acids or the population of recombinant nuclei'c acids are arranged in a physical or 
logical matrix at an average of approximately 0.1-^0 array members per array position. 

171. The method of claim 128^r/69, wherein the first population of 
nucleic acids or the population of recombiifant nucleic acids are arranged in a physical or 

172. The method of cfaim 128 or 169, wherein the first population of 



nucleic acids or the population of recombinant nucleic 
liquid phase array. 



173. The method of claim 
nucleic acids is provided by one or 




'acids comprise a solid phase or a 



the first population of 



synthesizing a set of overlapping oligonucleotides, cleaving a plurality of 
homologous nucleic acids to produce a set of cleaved homologous nucleic acids, step 
PCR of one or more target nucleic acid, uracil incorporation and cleavage during copying 
of one or more target nucleic acids, and incorporation of a cleavable nucleic acid 
analogue into a target nucleicmcid and cleavage of the resulting target nucleic acid; or, 

wherein the set of overlapping oligonucleotides or the set of cleaved homologous 
nucleic acids are flowed into one or more selected physical locations. 



174. The rhethod of claim 128, 161 or 169, wherein the first population of 

// 

nucleic acids is provided' by synthesizing a set of overlapping oligonucleotides, by 
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cleaving a plurality of homologous nucleic acids to produce a ^et of cleaved homologous 
nucleic acids, or both. 

175. The method of claim 128, 161 or 16?( wherein the first population of 
nucleic acids is provided by sonicating, cleaving, partially synthesizing, random primer 
extending or directed primer extending one or more of: a synthetic nucleic acid, a DNA, 
an RNA, a DNA analogue, an RNA analogue, a genomic DNA, a cDNA, an mRNA, a 



a 



DNA generated by reverse transcription, an nRN^f, an aptamer, a polysome associated 

nucleic acid, a cloned nucleic acid, a cloned DNA, a cloned RNA, a plasmid DNA, a 

/ 

phagemid DNA, a viral DNA, a viral RNA, a YAC DNA, a cosmid DNA, a fosmid 
DNA, a BAC DNA, a PI -mid, a phage DN^Wsing^stranded DNA, a double-stranded 

DNA, a branched DNA, a catalytic nucleic acid, an antisense nucleic acid, an in vitro 

/ I j) 

amplified nucleic acid, a PCR amplified nucleic aofd, an LCR amplified nucleic acid, 
QP-replicase amplified nucleic acid, an o/gonu^feotide, a nucleic acid fragment, a 
restriction fragment or a combination thereof// 

/ /// / 

176. The method of claim475,|whereinthe first population of nucleic 
acids is further provided by /urifyin^ne or mgre jaember of the first population of 
nucleic acids. 

177. The methoc/of claim 128, 161 or 169, wherein the first population of 

/ 

nucleic acids is provided by transporting one or more members of the population from 

/ 

one or more sources of one or more members of the first population to one or more 
destinations of the one or more members of the first population of nucleic acids. 



178. The method of claim 177, wherein said transporting comprises 
flowing the one or more /members from the source to the destination. 



179. Thfe method of claim 177, the one or more sources of nucleic acids 
comprising one or more of: a solid phase array, a liquid phase array, a container, a 
microtiter tray, a microtiter tray well, a microfluidic chip, a test tube, a centrifugal rotor, 
a microscope slide, or a combination thereof. 
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180. The method of claim 150, 161 or 169, wherein amplifying the 
recombinant nucleic acids in the physical or logical array of recombinant nucleic acids, 
or amplifying the elongated nucleic acids in the master array comprises one or more 
amplification technique selected from: PCR, LCR, SDA, NASBAyTMA and QP- 
replicase amplification. 

181. The method of claim 150, 161 or 169, wherein amplifying the 
recombinant nucleic acids in the physical or logical array or/amplifying the elongated 
nucleic acids in the master array comprises heating or coaling the physical or logical 
array or the master array, or a portion thereof. 

182. The method of claim 150, 161 or/l69, wherein amplifying the 
recombinant nucleic acids in the physical or logical/apay or amplifying the elongated 
nucleic acids in the master array comprises incornorating one or more transcription or 
translation control subsequence into one or mo^of: Ij 

the elongated nucleic acids, the recombinant nuc M Q acids in the P h y sical or 
logical array, an intermediate nucleic acid produced usine the elon^ted'nucleic acids or 
the recombinant nucleic acids in the phys&al or logical arfay^as^a^mplate, or a partial or 
complete copy of the elongated nucleic abids or die recombinant nucleic acids in the 
physical or logical array. * 

183. The method of claim 182, wherein the one or more transcription or 
translation control subsequence is ligated to into one or more of: 

the elongated nucleic acids ,/he recombinant nucleic acids in the physical or 



logical array, an intermediate nucleic acid produced using the elongated nucleic acids or 
the recombinant nucleic acids inihe physical or logical array as a template, or a partial or 
complete copy of the elongated nucleic acids or the recombinant nucleic acids in the 
physical or logical array. 

184. The method of claim 182, wherein the one or more transcription or 
translation control e is hybridized or partially hybridized to one or more of: 

the elongated nucleicjLcids, the recombinant nucleic acids in the physical or 
logical array, an intermediate nucleic acid produced using the elongated nucleic acids or 

202 



the recombinant nucleic acids in the physical or logical array as a template, or a partial or 
complete copy of the elongated nucleic acids or the recombinant nucleic acids in the 
physical or logical array. 

185. The method of claim 181, wherein the recombinant nucleic acids in 
the physical or logical array or the elongated nucle/ acids in the master array are 
amplified in a DNA micro-amplifier. / 

/ 

186. The method of claim 185 wherein the micro-amplifier composes 
one or more of: a programmable resistor, a m/cromachined zone heating chemical 
amplifier, a chemical denaturation device, an electrostatic denaturation device, or a 
microfluidic electrical fluid resistance heating device. 




187. The method of clain/l81, wherein the physical or logical array, or 
portion thereof or the master array of portion thereof, is heated or cooled by one or more 
of- a Peltier solid state heat pump,.'a heat pump/ a resistive heater, a refrigeration unit, a 

i / // 

heat sink, or a Joule Thompson^cooling device. 



188. The method of/claim/161 or 169, further comprising producing a 

/ I / \ 

duplicate amplified physical or lo'gicabarray of recombinant nucleic acids. 

189. The metho&Lf claim 162 or 169, wherein screening the amplified 

/ 

physical or logical array of recombinant nucleic acids, or a duplicate thereof, for a 

Q 

desired property comprises: assaying a protein or product nucleic acid encoded by one or 
more members of the amplified physical or logical array of recombinant nucleic acids for 
one or more property. / 

/ .. . . 

190. The method of claim 161 or 169, further composing in vitro 
transcribing members of/the amplified physical or logical array of recombinant nucleic 
acids to produce an amplified array of in vitro transcribed nucleic acids. 



191. The method of claim 128 or 169, comprising providing a first 
population of single-stranded template polynucleotides, which template polynucleotides 
are the same or diffdrent, and recombining the template polynucleotides by: 

203 




(i) annealing a plurality of partially overlapping complementary puacleic acid fragments; 
and, 

(ii) extending the annealed fragments to produce a physical logical array comprising a 
first population of recombinant nucleic acids. 

192. The method of claim 191, comprising providing a physical array 
comprising the first population of template polynucleotides immobilized on a solid 
support. / 

193. The method of claim 192^wherein the solid support comprises a 
glass support, a plastic support, a silicon suj^gjl^chip, a bead, a pin, a filter, a 
membrane, a microtiter plate, or a slide. / 



194. The method-M claim 192,/Wherein the first population of template 

/ •'' II 
polynucleotides comprises substantially an entire genome. 



195. The riiethod of claim/i94, wherein the first population of template 

/ / fc 1.1 

polynucleotides comprises a bacterial or fung^lgenome. 



196. The method ofilaim 192, wherein the first population of template 

/ ' / 

polynucleotides comprises substantially all of the expression products of a cell, tissue or 
organism. 

197. Th^ method of claim 196, wherein the first population of template 
polynucleotides comprises the expression products of a eukaryotic cell, tissue or 
organism. 

198. The method of claim 192, wherein the first population of template 
polynucleotide/ comprises a subset of the expression products of a cell, tissue or 
organism. 

199. The method of claim 198, wherein the first population of template 
polynucleotides comprises the expression products of a eukaryotic cell, tissue or 
organist 
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200. The method of claim 192, the firstfpopulation of template 
polynucleotides comprises a library of genomic nucleic acids or cellular expression 
products. 

201. The method of claim 200, wtferein the library of cellular expression 
products comprises a cDNA library. 

202. The method of claim 19 V, wherein one or more template 

/ 

polynucleotides comprise one or more of a^eoding RNA, a coding DNA, an antisense 
RNA, and antisense DNA, a non-coding RNA, a non-coding DNA, an artificial RNA, an 
artificial DNA, a synthetic RNA, a syn^tic^fA^a substituted RNA, a substituted 
DNA, a naturally occurring RNA, a naturally occurring DNA, a genomic RNA, a 
genomic DNA, or a cDNA. ^ , 

/ n / 

203. The method of claim 161 or J69, further comprising in vitro 

transcribing members of the amplified physical orilogical array of recombinant nucleic 
acids to produce an amplified array of transcribed tuicleic acids^and translating the 
amplified physical or logical array of transcribed nud'StTacids to produce an amplified 

physical or logical array of polypeptides. / 

/ / 

204. The method of claim 203, further comprising determining a 

| / / 

concentration of polypeptide /or transcribed nucleic acid at one or more positions m the 
amplified physical or logicafcirray of polypeptides. 

205. The method of claim 204, further comprising re-arraying the 
amplified physical or logical array of polypeptides or in vitro transcribed nucleic acids in 
a secondary polypeptide^ in vitro transcribed nucleic acid array which has an 
approximately unifonr/concentration of polypeptides or in vitro transcribed nucleic acids 
at a plurality of locations in the secondary polypeptide array. 

/ 

206. the method of claim 204, further comprising determining a 

I 

correction factor which accounts for variation in polypeptide or in vitro transcribed 

nucleic acid concentrations at different positions in the amplified physical or logical 

array of polypeptides or in vitro transcribed nucleic acids. 
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207. The method of claim 203, fdrther comprising adding one or more 
substrate to a plurality of members of the logical array of polypeptides or in vitro 
transcribed nucleic acids. 

208. The method of claim 207, further comprising monitoring formation 
of a product produced by contact between the one or more substrate and one or more of 
the plurality of members of the logical amfy of polypeptides. 

209. The method of clain/208, wherein the formation of the product is 
detected indirectly. 




210. The method of c\wm£m, wherein the formation of the product is 
detected by a coupled enzymatic reaction which jjgtects the product or the substrate or a 
secondary product of the product or substrate. 



211. The^iethod of/claim 208, wherein the formation of the product is 

/ / / I 

detected by monitoring peroxide ^duction| 

213. The method^f claim 208, wherein the formation of the product is 
detected directly. 

213. The method of claim 208, wherein the formation of the product is 

I 

detected by monitoring production or heat or entropy which results from the formation of 



the product. 



214. The method of claim 203, further comprising selecting the physical 
or logical array of polypeptides for a desired property, thereby identifying one or more 
selected member of the physical or logical array of polypeptides which has a desired 
property, thereby identifying one or more selected member of the amplified physical or 
logical array of recombinant nucleic acids that encodes the one or more member of the 
physical or logical array of polypeptides. 



215. The method of claim 214, wherein selecting the physical or logical 
array is performed ii/a primary screening assay, the method further comprising one or 
more of: 
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(i) re-selecting the one or more selected member/of the amplified physical or 
logical array of recombinant nucleic acids in a secondary screening assay; 

(ii) quantifying protein levels at one or more location in the physical or logical 
array of polypeptides; 

(iii) purifying proteins from one or more locations in the physical or logical array 
of polypeptides; / 

(iv) normalizing activity levels in the primary screen by compensating for protein 
quantitation at a plurality of locations in the ph/sical or logical array of polypeptides; 

(v) determining a physical characteristiC of the one or more selected members; or, 

(vi) determining an activity of the one or more selected members. 

216. The method of claim 214, further comprising recombming the one or 
more selected member of the amplified pjiy^tfaToTlbgical array of recombinant nucleic 
acids with one or more additional nuclei^ acids, in^ivd, in vitro or in silico. 



217. The method of claim 214, further comprising cloning or sequencing 
the one or more member of,tlie amplified ph^sij^al or logical array of recombinant 
nucleic acids. 




218. The method d&claim 161 oK^69, furthercomprising selecting one or 
more member of the amplified physical or logical array, or a duplicate thereof, based 
upon the screening of the amplified physical or logical array for a desired property. 

/ 

219. The method of claim 218, wherein a plurality of members of the 
amplified physical or logical array or duplicate thereof are selected, recombined and re- 
arrayed to form a secondary array of recombined selected nucleic acids, which secondary 
array is re-screened for the desired property, or for a second desired property. 

220. A rrpthod of detecting or enriching for in vitro transcription or 
translation products, the method comprising: 

localizing one or more first nucleic acids which encode one or more moieties 
proximal to one or m$re moiety recognition agents which specifically bind the one or 
more moieties; 
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in vitro translating or transcribing the one or more nucleic acids, thereby 
producing the one or more moieties, which one or mofre moieties diffuse or flow into 
contact with the one or more moiety recognition agents; and, 

permitting binding of the one or more moieties to the one or more moiety 
recognition agents, and detecting or enriching forithe one or more moieties by detecting 
or collecting one or more material proximal to, jiithin or contiguous with the moiety 
recognition agent which material comprises at least one of the one or more moieties, 
which moieties individually comprise one or more in vitro translation or transcription 
product. 

221. The method of claim 220, further comprising pooling the one or 

/ 

more moieties by pooling the material which is collected. 



222. The method of claim 220, wherein the one or more moieties 
comprise one or more polypeptides^ one or mote RNAs. 




223. The method of claim 220, M herein one or more moiety recognition 

/ / ft 

agents comprise one or^more antibody or one or more second nucleic acids. 

/ h i „ 

224/The method of claim 22C| wherein the first nucleic acids compnse a 
related populationlpf shuffled npdmc acids. 

225. The method/of claim 220, wherein the first nucleic acids comprise a 
related population of shuffled nucleic acids, which shuffled nucleic acids encode an 
epitope tag, which epitope tagp bound by the moiety or the one or more moiety 
recognition agents. 

226. The mejhod of claim 220, wherein the first nucleic acids comprise a 
related population of shuffled nucleic acids and a PCR primer binding region, the 
method further comprisinJpCR amplifying a set of parental nucleic acids to produce the 
related population of shuffled nucleic acids. 

227. The /method of claim 220, wherein the first nucleic acids comprise a 
related population of shiffled nucleic acids and a PCR primer binding region, the 
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method further comprising identifying one or mdk target first nucleic acid by proximity 
to the moieties which are bound to the one or nlbre moiety recognition agent, and 



amplifying the target first nucleic acid by hybridizing a PCR primer to the PCR primer 
binding region and extending the primer with/a polymerase. 

228. The method of claim 2lL wherein the first nucleic acids comprise an 
inducible or constitutive heterologous promoter. 

229. The method of claim 220, wherein the first nucleic acids and the one 
or more moiety recognition agents are localized on a solid substrate. 

230. The solid substrate m£de by the method of claim 229. 



231. The method ofclai/m 229^herein the solid substrate is a bead. 

J 7 

232. The meth/d of claim 229, wherein the first nucleic acids and the one 
or more moiety recognition Zents jt localiled on the solid substrate by one or more of: 
a cleavable linker chemical/linker, aj^el, a coD^id, a magnetic field, or an electrical field. 

233. The metfe^offclaim 220, further comprising detecting an activity of 
the moiety or moiety recognition agent. 



234. The method ;of claim 233, further comprising picking the one or 
more first nucleic acid with an automated robot. 

235. The methoci of claim 233, further comprising picking the one or 
more first nucleic acid by placing a capillary on a region comprising the detected activity 
of the moiety or moiety recognition agent. 

I 

236. The metlibd of claim 220, wherein the moiety or moiety in contact 
with the moiety recognition agent cleaves a cleavable linker, which linker attaches the 
first nucleic acid to a solid substrate. 



237. A method of producing duplicate arrays of shuffled or mutagenized 
nucleic acids, the method comprising: 
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providing a physical or logical array of shuffled or rputagenized nucleic acids or 
transcribed shuffled or transcribed mutagenized nucleic aoids; and, 

forming a duplicate array of copies of the shuffled or mutagenized nucleic acids 
or copies of the transcribed shuffled or transcribed mutagenized nucleic acids by 
physically or logically organizing the copies into a physical or logical array. 

238. The physical or logical array arjcl duplicate array produced by the 
method of claim 237. 

239. The method of claim 237, \y^erein the copies are produced by 
copying the shuffled or mutagenized nucleic acids or transcribed shuffled or transcribed 
mutagenized nucleic acids using a polymerasejor an in vitio nucleic acid synthesizer. 



240. The method of€l aim 23#, furjhfr comprising forming an array of 
reaction mixtures which corresponds to the£hfsi|al or logical array of shuffled or 
mutagenized nucleic acidspr transc^^d^ufflec^or transcribed mutagenized nucleic 
acids, which reaction mix^ures^cpjiiprise membersW^l^arr^of shuffled or 
mutagenized nucleic acids or transcribed/shuffled or transcribed mutagenized nucleic 
acids or the duplicate array of copies ofjthe shuffled or mutagenized nucleic acids or 
copies of the transcribed shuffled or transcribed mutagenized nucleic acids, or a 
derivative copy thereof. 

241. The method of claim 240, wherein the reaction mixtures further 
comprise one or more in vitro transcription or translation reagent. 



242. A method of normalizing an array of reaction mixtures, the method 



comprising: 



in vitro transcribing or translating a physical or logical array of shuffled or 
mutagenized nucleic acids or transcribed shuffled or transcribed mutagenized nucleic 
acids to produce an array of propucts; and, 

determining a correction factor which accounts for variation in concentration of 
the products at different sites in the array of products. 
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243. The method of claim 242, further comprising producing a secondary 
product array, which secondary array comprises selected concentrations of the products 
at one or more sites in the secondary array. 

244. The physical or logical array of shuffled or^nutagenized nucleic 
acids or transcribed shuffled or transcribed mutagenized nucleic acids, the array of 
products and the secondary array produced by the method of claim 243. 

245. The method of claim 243, wherein the secondary array is formed by 
transferring an aliquot from a plurality of sites in the array of products to a plurality of 
secondary sites in the secondary array. 

246. The method of claim 245^fuftBeFcomprising diluting the products 
during said transferring or after trar^er to the s^bnd^y^^s, thereby selecting the 
concentration of the products at the^secondary si(es nvthe secondary array. 

/ / // 

247. A method for recombining qne or more nucleic acids, the method 

comprising: 

(a) immobilizing on^or mo^template nusle ic acid s^gn^a^olid support; 

(b) annealing a plurality of partially overlapping complementary nucleic acid 
fragments to the immobilized tempi ate /nucleic acid; 

(c) extending or ligating the annealed fragments to produce at least one 
heteroduplex, which heteroduplex comprises a template nucleic acid and a substantially 




full-length heterolog complementar^ to the template nucleic acid; and, 
(d) recovering at least one^ubstantially full-length heterolog. 



248. The method 7 of claim 247, comprising immobilizing a plurality of 
template nucleic acids on a solid support. 



249. The mepod of claim 248, wherein the plurality of template nucleic 
acids comprises substantially an entire genome. 

250. The ^ethod of claim 249, wherein the plurality of template nucleic 
acids comprises a bacterial or fungal genome. 
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251. The method of claim 248, wherein the plurality of templat^rmcleic 
acids comprises substantially all of the expression products of a cell, tissue^f organism. 

252. The method of claim 251, wherein the plurality of template nucleic 
acids comprises the expression products of a eukaryotic cell, tissue or organism. 

/ 

253. The method of claim 248, wherein the plurality/of template nucleic 
acids comprises a subset of the expression products of a cell, tissue or organism. 

/ 

254. The method of claim 253, wherein the plurality of template nucleic 

/ 

acids comprises the expression products of a eukaryotic c^Ussue or organism. 

255. The method of claim 248^whereiii / the plurali^oft^nplate nucleic 
acids comprises a library of genomic nucleic acids oycellular expression products. 



256. The method of claim 255, wherein the library of cellular expression 
products comprises a cDNA library. V / ^ 



257. The method of claim 24>8, comprising immobilizing the plurality of 
template nucleic acids in a spatial array. ^ 

258. The method of claim 247, wherein the one or more template nucleic 
acids comprise one or more of: a DN^, an RNA, a coding RNA, a coding DNA, an 
antisense RNA, an antisense DNA /a non-coding RNA, a non-coding DNA, an artificial 
RNA, an artificial DNA, a synthetic RNA, a synthetic DNA, a substituted RNA, a 
substituted DNA, a naturally occurring RNA, a naturally occurring DNA, a genomic 

RNA, a genomic DNA, or axDNA. 

/' 

259. The method of claim 247, comprising immobilizing one or more 
template nucleic acids/^n a solid support selected from among a glass support, a plastic 
support, a silicon support, a chip, a bead, a pin, a filter, a membrane, a microtiter plate, 
and a slide. 
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260. The method of claim 247, comprising immobilizing the op or more 
template nucleic acids by depositing a solution comprising the one or moret&mplate 
nucleic acids on a glass slide, which glass slide is coated with a polycatioriic polymer. 

261. The method of claim 260, wherein the polycationi^/polymer 
comprises polylysine or polyarginine. 

262. The method of claim 259, comprising immobilizing the one or more 

/ 

template nucleic acids by tethering the one or more template nucleic acids to the solid 
support. 

263. The method of claim 262, wherein tethering comprises chemical 
tethering, biotin-mediated binding, uv cross-linking, fluorescence activated cross-linking, 
or heat mediated cross-linking. 

264. The method of clainv247, comprising enzyrtfa\ically extending the 
annealed fragments with a DNA orRNA polymerase. 

265. The method^of claim 264, cOTiprismg enzymatically extending the 1 
annealed fragments with a thenlto^ / 

266. The method of claim 247£comprisingWymatically extending the 
annealed fragments with a ligase or nuclease, which ligase ortrndoasp^comprises 
polymerase activity. / 

267. The method of claim 247, comprising extending and ligating the 

/ 

annealed fragments to produce at least' one substantially full-length heterolog. 
A substantially full-length heterolog/produced by the method of claim 247. 



268. An array comprising a plurality of heteroduplexes or full-length 
heterologs produced by the method of claim 247. 

269. The method of claim 247, comprising recovering the at least one 
substantially full-length heterolog by 

(i) denaturing the/eteroduplex; 
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(ii) annealing at least one oligonucleotide primer to the heterolo^^nd, 

(iii) extending the oligonucleotide primer to produce a duplex polynucleotide. 



270. The method of claim 269, further comprising amplifying the duplex 
polynucleotide. / 

271. The method of claim 270, comprising amplifying the duplex 
polynucleotide using a boomerang sequence, a splinkerette/or a vectorette. 

272. An amplified heterolog produced by the method of claim 270. 

/ 

273. The method of claim 269, furthe/ comprising introducing the duplex 

polynucleotide into a cell. / 

274. The method of claim 273, comprising introducing the duplex 
polynucleotide into a cell via a vector. 




275. The method of claim 274, wherej^the vector is a plasmid, a cosmid, 

/ 

a phage or a transposon. ^ -/ 

/ ' / 

276. A vector produced by theinethod of claim 274. 

/ jy i 

277. k cell produce&'by the method of claim 273. 



278. The method of claim 247, further-eornprising identifying at least one 

/ 

substantially full-length heterolog with a desired property. 

/ 

279. The mkhod of claim 278, comprising identifying the at least one 
substantially full-length /eterolog with a desired property in an automated or partially 
automated high-throughput assay system. 

/ 

280. //rhe method of claim 247, further comprising: 

(i) recombining or mutating the at least one substantially full-length heterolog to 
produce a library^ diversified heterologs; and 

(ii) optimally, identifying at least one diversified heterolog with a desired 
property. 
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281. A library of diversified heterologs produced by the method of claim 

280. 

282. An integrated system comprising an array, which array comprises a 
plurality of heteroduplexes or full-length heterologs produced by the method of claim 
247. / 

283. The integrated system of claim 282, further comprising one or more 
of a detector, a data input device, a data output device, a data storage device, and a 
controller. / 

284. The integrated system of claim 283, wherein the controller 
comprises one or more of a fluid handling mechanism, an/array mobilization mechanism, 
and an array storage device. 

285. A method of directingnueleic acid fragmentation using a computer, 
the method comprising: calculating a rat/of uracil thymidine, which ratio when used 
in a fragmentation module produces ©4 or morenuclejfc acid fragment of a selected 



length. H ^ I 




286. A method of directing PGR usingVeoBjpt^rtfiemethod 
comprising: calculating one or more crossover region between two or more parental 
nucleic acid sequence using one or more a/nealing temperature or extension temperature. 

287. The method of clain/286, comprising calculating the one or more 
crossover region using one or more theoretical prediction or one or more set of empirical 
data to calculate a melting temperature. 



288. A method of selecting one or more parental nucleic acids for 
diversity generation using a computer, the method comprising: 

(i) performing an alignment between two or more potential parental nucleic 
acid sequences; I 

(ii) calculating a nurriber of mismatches between the alignment; 
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(iii) calculating a melting temperature for one or more window ofyfo bases in 
the alignment; 

(iv) identifying one or more window of w bases having a meltj^g temperature 
greater than x; 

(v) identifying one or more crossover segment in the alignment, which one or 
more crossover segment comprises two or more windows having a 
melting temperature greater than x, which two or more windows are 
separated by no more than n nucleotides; / 

(vi) calculating a dispersion of the one or more crossover segments; 

(vii) calculating a first score for each alignment based on the number of 
windows having a melting temperature grater^that x, the dispersion, and 
the number of crossover segments i^^&e^^^^ 

(viii) calculating a second score based^n the number of mismatches, the 
number of windows having a^melting temperature^mer that x, the 
dispersion, and the numberof crossovej4eg^nt^dentified; and, 

(ix) selecting one or more Rental nucleiqf'ac^d^base^d on the first score and/or 
the second score. 

/ 

289. The method of claim 288, further comprisingvi^peating steps (1) 
through (viii) starting with the one or more parental nucleic acid selectedtn step (ix). 

290. The method of claim 288'ffurther comprising repeating steps (i) 
through (viii) starting with the one or more potential parental nucleic acid sequences and 
one or more different input parameters foycalculating the melting temperature in step 

(ii). // 

291. The method of claim 288, wherein the alignment comprises a 
pairwise alignment. 

292. The method of claim 288, wherein w comprises an odd number. 

293. The method of claim 288, wherein w comprises about 21. 
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294. The method of claim 288, further comprising calculating the melting 
temperature for the one or more window of w bases in the alignment from one or more 
set of empirical data or one or more melting temperature prediction algorithm. 



295. The method of claim 288, wherein / x is about 65 °C. 



296. The method of claim^88, when^m n is about 2. 



297. The method <jf claim 288 Wtferein the disj^rsien'compnses the 

between cro§5T 



inverse of the average number off] bases be 



se^efsegments in the alignment. 



298. The method of claim 288, wherein the instruction set selects the two 
or more potential parental nucleie'acid sequences by searching one or more database for 
one or more nucleic acid seque^nce of interest and one or more homolog of the one or 
more nucleic acid sequence/of interest. 

299. A vfeb page for directing nucleic acid diversity generation, the web 
page comprising a c^riputer readable medium that causes a computer to perform the 
method of claim 285, claim 286, or claim 288. 
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